Key indicators: single-crystal X-ray study; T = 299 K; mean (C-C) = 0.006 Å; R factor = 0.050; wR factor = 0.164; data-to-parameter ratio = 15.6.
The conformation of the C O bond in the structure of the title compound, C 10 H 12 ClNO, is anti to the N-H bond and to the C-Cl bond in the side chain in all four independent molecules comprising the asymmetric unit. In the crystal, intermolecular N-HÁ Á ÁO hydrogen bonds link the molecules into supramolecular chains
Related literature
For details of the preparation of the title compound, see: Shilpa & Gowda (2007) . For related structures, see: Gowda et al. (2008a,b,c Refinement R[F 2 > 2(F 2 )] = 0.050 wR(F 2 ) = 0.164 S = 1.04 7450 reflections 478 parameters 1 restraint H-atom parameters constrained Á max = 0.53 e Å À3 Á min = À0.20 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx; Ày þ 1; z þ 1 2 ; (ii) Àx þ 1 2 ; y þ 1 2 ; z þ 1 2 ; (iii) Àx þ 1 2 ; y þ 1 2 ; z À 1 2 ; (iv) Àx; Ày; z À 1 2 .
Data collection: CrysAlis CCD (Oxford Diffraction, 2004); cell refinement: CrysAlis RED (Oxford Diffraction, 2007) ; data reduction: CrysAlis RED; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2009); software used to prepare material for publication: SHELXL97. Fig. 1 . Molecular structure of (I), showing the atom labeling scheme and displacement ellipsoids drawn at the 50% probability level. supplementary materials sup-2 
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Special details
Experimental. Absorption correction: CrysAlis RED, Oxford Diffraction Ltd., 2007 Empirical absorption correction using spherical harmonics, implemented in SCALE3 ABSPACK scaling algorithm.
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.02134 (6) 0.25677 (12) 0.66479 (8) 0.0671 (5) O1 0.06503 (10) 0.0729 (2) 0.5120 (2) 0.0537 (7) 
